The rarefaction curves also showed that CaA could reverse the decrease of the species richness of the fecal microbiota in DSS-treated mice, although the shape of the curve revealed that the total richness of the microbial community had not been sampled completely (Fig. S2A) . The rank abundance curves indicated that CaA could reverse the decrease of the species richness of the fecal microbiota in DSS-treated mice (Fig. S2B ). Despite significant inter-individual variation, the fecal microbiota from the three groups could be divided into three different clusters according to the community composition (Fig. S2C) , and could be separated clearly by NMDS (Fig.S2D) . 
